SEQUENCE LISTING 

<110> Gately et ~aTT^ 

<12 0> PURIFICATION AND CHARACTERIZATION OF CYTOTOXIC 
LYMPHOCYTE MATURATION FACTOR AND MONOCLONAL 
ANTIBODIES THERETO 

<130> 1803-247 

<140> 09/401,839 
<141> 1999-09-22 

<160> 34 

<170> FastSEQ for Windows Version 3.0 

<210> 1 

<211> 306 

<212> PRT 

<213> Homo sapiens 

<400> 1 

lie Trp Glu Leu Lys Lys Asp Val Tyr Val Val Glu Leu Asp Trp Tyr 

15 10 15 

Pro Asp Ala Pro Gly Glu Met Val Val Leu Thr Cys Asp Thr Pro Glu 

20 25 30 

Glu Asp Gly lie Thr Trp Thr Leu Asp Gin Ser Ser Glu Val Leu Gly 

35 40 45 

Ser Gly Lys Thr Leu Thr lie Gin Val Lys Glu Phe Gly Asp Ala Gly 

50 55 60 

Gin Tyr Thr Cys His Lys Gly Gly Glu Val Leu Ser His Ser Leu Leu 
65 * 70 75 80 

Leu Leu His Lys Lys Glu Asp Gly lie Trp Ser Thr Asp lie Leu Lys 

85 90 95 

Asp Gin Lys Glu Pro Lys Asn Lys Thr Phe Leu Arg Cys Glu Ala Lys 

100 105 110 

Asn Tyr Ser Gly Arg Phe Thr Cys Trp Trp Leu Thr Thr lie Ser Thr 

115 120 125 

Asp Leu Thr Phe Ser Val Lys Ser Ser Arg Gly Ser Ser Asp Pro Gin 

130 135 140 

Gly Val Thr Cys Gly Ala Ala Thr Leu Ser Ala Glu Arg Val Arg Gly 
145 150 155 160 

Asp Asn Lys Glu Tyr Glu Tyr Ser Val Glu Cys Gin Glu Asp Ser Ala 

165 170 175 

Cys Pro Ala Ala Glu Glu Ser Leu Pro lie Glu Val Met Val Asp Ala 

180 185 190 

Val His Lys Leu Lys Tyr Glu Asn Tyr Thr Ser Ser Phe Phe lie Arg 

195 200 205 

Asp lie lie Lys Pro Asp Pro Pro Lys Asn Leu Gin Leu Lys Pro Leu 

210 215 220 

Lys Asn Ser Arg Gin Val Glu Val Ser Trp Glu Tyr Pro Asp Thr Trp 
225 230 235 240 

Ser Thr Pro His Ser Tyr Phe Ser Leu Thr Phe Cys Val Gin Val Gin 

245 250 255 

Gly Lys Ser Lys Arg Glu Lys Lys Asp Arg Val Phe Thr Asp Lys Thr 
260 265 270 



1 



Ser Ala Thr Val lie Cys Arg Lys Asn Ala Ser lie Ser Val Arg Ala 

275 280 285 

Gin Asp Arg Tyr Tyr Ser Ser Ser Trp Ser Glu Trp Ala Ser Val Pro 

290 295 300 

Cys Ser 
305 

<210> 2 

<211> 1397 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (41) . . . (1024) 
<400> 2 

gtttcagggc cattggactc tccgtcctgc ccagagcaag atg tgt cac cag cag 55 

Met Cys His Gin Gin 
1 5 

tt: 9 9 tc atc tct fc 99 ttt tec ctg gtt ttt ctg gca tct ccc etc gtg 103 
Leu Val lie Ser Trp Phe Ser Leu Val Phe Leu Ala Ser Pro Leu Val 
10 15 20 

gec ata tgg gaa ctg aag aaa gat gtt tat gtc gta gaa ttg gat tgg 151 
Ala lie Trp Glu Leu Lys Lys Asp Val Tyr Val Val Glu Leu Asp Trp 
25 30 35 

tat ccg gat gec cct gga gaa atg gtg gtc etc ace tgt gac acc cct 199 
Tyr Pro Asp Ala Pro Gly Glu Met Val Val Leu Thr Cys Asp Thr Pro 
40 45 50 

gaa gaa gat ggt atc acc tgg acc ttg gac cag age agt gag gtc tta 247 
Glu Glu Asp Gly lie Thr Trp Thr Leu Asp Gin Ser Ser Glu Val Leu 
55 60 65 

ggc tct ggc aaa acc ctg acc atc caa gtc aaa gag ttt gga gat get 295 
Gly Ser Gly Lys Thr Leu Thr lie Gin Val Lys Glu Phe Gly Asp Ala 
70 75 80 85 

ggc cag tac acc tgt cac aaa gga ggc gag gtt eta age cat teg etc 343 
Gly Gin Tyr Thr Cys His Lys Gly Gly Glu Val Leu Ser His Ser Leu 
90 95 100 

ctg ctg ctt cac aaa aag gaa gat gga att tgg tec act gat att tta 3 91 

Leu Leu Leu His Lys Lys Glu Asp Gly lie Trp Ser Thr Asp lie Leu 
105 110 115 

aag gac cag aaa gaa ccc aaa aat aag acc ttt eta aga tgc gag gee 439 
Lys Asp Gin Lys Glu Pro Lys Asn Lys Thr Phe Leu Arg Cys Glu Ala 
120 125 130 

aag aat tat tct gga cgt ttc acc tgc tgg tgg ctg acg aca atc agt 4 87 

Lys Asn Tyr Ser Gly Arg Phe Thr Cys Trp Trp Leu Thr Thr lie Ser 
135 140 145 



2 



act gat ttg aca ttc agt gtc aaa age age aga ggc tct tct gac ccc 
Thr Asp Leu Thr Phe Ser Val Lys Ser Ser Arg Gly Ser Ser Asp Pro 
150 155 160 165 



535 



caa ggg gtg acg tgc gga get get aca etc tct gca gag aga gtc aga 
Gin Gly Val Thr Cys Gly Ala Ala Thr Leu Ser Ala Glu Arg Val Arg 
170 175 180 



583 



ggg gac aaa caa gga tat gag tac tea gtg gag tgc cag gag gac agt 
Gly Asp Lys Gin Gly Tyr Glu Tyr Ser Val Glu Cys Gin Glu Asp Ser 
185 190 195 



631 



gec tgc cca get get gag gag agt ctg ccc att gag gtc atg gtg gat 
Ala Cys Pro Ala Ala Glu Glu Ser Leu Pro lie Glu Val Met Val Asp 
200 205 210 



679 



gec gtt cac aag etc aag tat gaa aac tac acc age age ttc ttc ate 
Ala Val His Lys Leu Lys Tyr Glu Asn Tyr Thr Ser Ser Phe Phe lie 
215 220 225 



727 



a 99 9^c ate ate aaa cct gac cca ccc aag aac ttg cag ctg aag cca 
Arg Asp lie lie Lys Pro Asp Pro Pro Lys Asn Leu Gin Leu Lys Pro 
230 235 240 245 



775 



tta aag aat tct egg cag gtg gag gtc age tgg gag tac cct gac acc 
Leu Lys Asn Ser Arg Gin Val Glu Val Ser Trp Glu Tyr Pro Asp Thr 
250 255 260 



823 



fc 99 a 9t act cca cat tcc tac ttc tec ctg aca ttc tgc gtt cag gtc 
Trp Ser Thr Pro His Ser Tyr Phe Ser Leu Thr Phe Cys Val Gin Val 
265 270 275 



871 



cag ggc aag age aag aga gaa aag aaa gat aga gtc ttc acg gac aag 
Gin Gly Lys Ser Lys Arg Glu Lys Lys Asp Arg Val Phe Thr Asp Lys 
280 285 290 



919 



acc tea gec acg gtc ate tgc cgc aaa aat gec age att age gtg egg 
Thr Ser Ala Thr Val lie Cys Arg Lys Asn Ala Ser lie Ser Val Arg 
295 300 305 



967 



gec cag gac cgc tac tat age tea tct tgg age gaa tgg gca tct gtg 
Ala Gin Asp Arg Tyr Tyr Ser Ser Ser Trp Ser Glu Trp Ala Ser Val 
310 315 320 325 



1015 



ccc tgc agt taggttctga tccaggatga aaatttggag gaaaagtgga 
Pro Cys Ser 



1064 



agatattaag 
tgatttgett 
tagatgetaa 
agttgccatg 
ttactgttat 
gatccatcag 



caaaatgttt 
taaaacgttt 
atgctcattg 
ggccttcatg 
ttaacgtttg 
gatcagtccc 



aaagacacaa 
ttttaggatc 
aaacaatcag 
ctatttaaat 
tetgecagga 
tattatgeaa 



eggaatagae 
acaatgatat 
ctaatttatg 
atttaagtaa 
tgtatggaat 
aat 



ccaaaaagat 
ctttgctgta 
tatagatttt 
tttatgtatt 
gtttcatact 



aatttctatc 
tttgtatagt 
ccagctctca 
tattagtata 
cttatgacct 



1124 
1184 
1244 
1304 
1364 
1397 



<210> 3 
<211> 328 
<212> PRT 



3 



<213> Homo sapiens 



<400> 3 



Met 


Cys 


His 


Gin 


Gin 


Leu 


Val 


lie 


Ser 


Tro 


Phe 


Ser 


Leu 


Val 


Phe 


Leu 


1 








5 










10 










15 




Ala 


Ser 


Pro 


Leu 


Val 


Ala 


lie 


TrD 


Glu 


Leu 


Lys 


Lys 


Asp 


Val 


Tvr 


Val 








20 










25 










30 






Val 


Glu 


Leu 


Asp 


Tro 


Tvr 
■*- 1 J - 


Pro 


Asp 


Ala 


Pro 


Glv 


Glu 


Met 


Val 


Val 


Leu 






35 










40 










45 








Thr 


Cys 


Asp 


Thr 


Pro 


Glu 


Glu 


Asp 


Glv 


lie 


Thr 


TrD 


Thr 


Leu 


Asp 


Gin 




50 










55 










60 










Ser 


Ser 


Glu 


Val 


Leu 


Glv 


Ser 


Glv 


Lys 


Thr 


Leu 


Thr 


lie 


Gin 


Val 


Lys 


65 










70 










75 










80 


Glu 


Phe 


Glv 


Asp 


Ala 


Glv 


Gin 


Tvr 


Thr 


Cvs 


His 


Lys 


Glv 


Glv 


Glu 


Val 










85 










90 










95 




Leu 


Ser 


His 


Ser 


Leu 


Leu 


Leu 


Leu 


His 


Lys 


Lys 


Glu 


Asp 


Glv 


lie 


Trn 
J. J_p 








100 










105 










110 






Ser 


Thr 


Asp 


lie 


Leu 


Lys 


Asp 


Gin 


Lys 


Glu 


Pro 


Lys 


Asn 


Lys 


Thr 


Phe 






115 










120 










125 








Leu 


Ara 


Cys 


Glu 


Ala 


Lys 


Asn 


Tvr 


Ser 


Glv 


Arg 


Phe 


Thr 


Cys 








130 










135 










140 










Leu 


Thr 


Thr 


lie 


Ser 


Thr 


Asp 


Leu 


Thr 


Phe 


Ser 


Val 


Lys 


Ser 


Ser 




145 










150 










155 










160 


Gly 


Ser 


Ser 


ASP 


Pro 


Gin 


Glv 


Val 


Thr 


Cys 


Glv 


Ala 


Ala 


Thr 


Leu 


Ser 










165 










170 










175 




Ala 


Glu 


Ara 


Val 


Ara 


Glv 


Asp 


Lys 


Gin 


Glv 


Tvr 


Glu 


Tvr 


Ser 


Val 


Glu 








180 










185 










190 






Cys 


Gin 


Glu 


Asp 


Ser 


Ala 


Cvs 


Pro 


Ala 


Ala 


Glu 


Glu 


Ser 


Leu 


Pro 


lie 






195 










200 










205 








Glu 


Val 


Met 


Val 


Asp 


Ala 


Val 


His 


Lys 


Leu 


Lys 


Tvr 


Glu 


Asn 


±y x. 


Thr 




210 










215 










220 










Ser 


Ser 


Phe 


Phe 


lie 


Ara 


Asp 


lie 


lie 


Lys 


Pro 


Asp 


Pro 


Pro 


Lys 


Asn 


225 










230 










235 










240 


Leu 


Gin 


Leu 


Lys 


Pro 


Leu 


Lys 


Asn 


Ser 


Arg 


Gin 


Val 


Glu 


Val 


Ser 












245 










250 










255 




Glu 


Tyr 


Pro 


Asp 


Thr 


Trp 


Ser 


Thr 


Pro 


His 


Ser 


Tyr 


Phe 


Ser 


Leu 


Thr 








260 










265 










270 






Phe 


Cys 


Val 


Gin 


Val 


Gin 


Gly 


Lys 


Ser 


Lys 


Arg 


Glu 


Lys 


Lys 


Asp 


Arg 






275 










280 










285 








Val 


Phe 


Thr 


Asp 


Lys 


Thr 


Ser 


Ala 


Thr 


Val 


lie 


Cys 


Arg 


Lys 


Asn 


Ala 




290 










295 










300 










Ser 


lie 


Ser 


Val 


Arg 


Ala 


Gin 


Asp 


Arg 


Tyr 


Tyr 


Ser 


Ser 


Ser 


Trp 


Ser 


305 










310 










315 










320 


Glu 


Trp 


Ala 


Ser 


Val 


Pro 


Cys 


Ser 



















325 



<210> 4 

<211> 856 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (170) . . . (826) 
<400> 4 

gaattcccag aaagcaagag accagagtcc cgggaaagtc ctgccgcgcc tcgggacaat 
tataaaaatg tggccccctg ggtcagcctc ccagccaccg ccctcacctg ccgcggccac 



aggtctgcat ccagcggctc gccctgtgtc cctgcagtgc cggctcagc atg tgt cca 178 

Met Cys Pro 
1 

gcg cgc age etc etc ctt gtg get acc ctg gtc etc ctg gac cac etc 226 
Ala Arg Ser Leu Leu Leu Val Ala Thr Leu Val Leu Leu Asp His Leu 
5 10 15 

agt ttg gec aga aac etc ccc gtg gee act cca gac cca gga atg ttc 274 
Ser Leu Ala Arg Asn Leu Pro Val Ala Thr Pro Asp Pro Gly Met Phe 
20 25 30 35 

cca tgc ctt cac cac tec caa aac ctg ctg agg gec gtc age aac atg 322 
Pro Cys Leu His His Ser Gin Asn Leu Leu Arg Ala Val Ser Asn Met 
40 45 50 

etc cag aag gec aga caa act eta gaa ttt tac cct tgc act tct gaa 370 
Leu Gin Lys Ala Arg Gin Thr Leu Glu Phe Tyr Pro Cys Thr Ser Glu 
55 60 65 

gag att gat cat gaa gat ate aca aaa gat aaa acc age aca gtg gag 418 
Glu lie Asp His Glu Asp lie Thr Lys Asp Lys Thr Ser Thr Val Glu 
70 75 80 

gec tgt tta cca ttg gaa tta acc aag aat gag agt tgc eta aat tec 466 
Ala Cys Leu Pro Leu Glu Leu Thr Lys Asn Glu Ser Cys Leu Asn Ser 
85 90 95 

aga gag acc tct ttc ata act aat ggg agt tgc ctg gee tec aga aag 514 
Arg Glu Thr Ser Phe lie Thr Asn Gly Ser Cys Leu Ala Ser Arg Lys 
100 105 110 115 

acc tct ttt atg atg gee ctg tgc ctt agt agt att tat gaa gac ttg 562 
Thr Ser Phe Met Met Ala Leu Cys Leu Ser Ser lie Tyr Glu Asp Leu 
120 125 130 

aag atg tac cag gtg gag ttc aag acc atg aat gca aag ctt ctg atg 610 
Lys Met Tyr Gin Val Glu Phe Lys Thr Met Asn Ala Lys Leu Leu Met 
135 140 145 

gat cct aag agg cag ate ttt eta gat caa aac atg ctg gca gtt att 658 
Asp Pro Lys Arg Gin lie Phe Leu Asp Gin Asn Met Leu Ala Val lie 
150 155 160 

gat gag ctg atg cag gee ctg aat ttc aac agt gag act gtg cca caa 706 
Asp Glu Leu Met Gin Ala Leu Asn Phe Asn Ser Glu Thr Val Pro Gin 
165 170 175 

aaa tec tec ctt gaa gaa ccg gat ttt tat aaa act aaa ate aag etc 754 
Lys Ser Ser Leu Glu Glu Pro Asp Phe Tyr Lys Thr Lys lie Lys Leu 
180 185 190 195 

tgc ata ctt ctt cat get ttc aga att egg gca gtg act att gac aga 802 
Cys lie Leu Leu His Ala Phe Arg lie Arg Ala Val Thr lie Asp Arg 
200 205 210 



5 



gtg acg age tat ctg aat get tec taaaaagega ggtccctcca aaccgttgtc 856 
Val Thr Ser Tyr Leu Asn Ala Ser 
215 



<210> 5 
<211> 219 
<212> PRT 

<213> Homo sapiens 
<400> 5 

Met Cys Pro Ala Arg Ser Leu Leu Leu Val Ala Thr Leu Val Leu Leu 

15 10 15 

Asp His Leu Ser Leu Ala Arg Asn Leu Pro Val Ala Thr Pro Asp Pro 

20 25 30 

Gly Met Phe Pro Cys Leu His His Ser Gin Asn Leu Leu Arg Ala Val 

35 40 45 

Ser Asn Met Leu Gin Lys Ala Arg Gin Thr Leu Glu Phe Tyr Pro Cys 

50 55 60 

Thr Ser Glu Glu lie Asp His Glu Asp lie Thr Lys Asp Lys Thr Ser 
65 70 75 80 

Thr Val Glu Ala Cys Leu Pro Leu Glu Leu Thr Lys Asn Glu Ser Cys 

85 90 95 

Leu Asn Ser Arg Glu Thr Ser Phe lie Thr Asn Gly Ser Cys Leu Ala 

100 105 110 

Ser Arg Lys Thr Ser Phe Met Met Ala Leu Cys Leu Ser Ser lie Tyr 

115 120 125 

Glu Asp Leu Lys Met Tyr Gin Val Glu Phe Lys Thr Met Asn Ala Lys 

130 135 140 

Leu Leu Met Asp Pro Lys Arg Gin lie Phe Leu Asp Gin Asn Met Leu 
145 150 155 160 

Ala Val lie Asp Glu Leu Met Gin Ala Leu Asn Phe Asn Ser Glu Thr 

165 170 175 

Val Pro Gin Lys Ser Ser Leu Glu Glu Pro Asp Phe Tyr Lys Thr Lys 

180 185 190 

lie Lys Leu Cys lie Leu Leu His Ala Phe Arg lie Arg Ala Val Thr 

195 200 205 

lie Asp Arg Val Thr Ser Tyr Leu Asn Ala Ser 
210 215 

<210> 6 
<211> 20 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SITE 
<222> (1) . . . (2) 

<22 3> Xaa=undetermined residue 

<221> SITE 
<222> (7) ... (7) 
<22 3> Xaa=Thr (?) ' 

<221> SITE 

<222> (15) . . . (15) 

<223> Xaa=undetermined residue 



6 



<221> SITE 

<222> (19) . . . (19) 

<223> Xaa=Ser(?) 



<400> 6 

Xaa Xaa Leu Pro Val Ala Xaa Pro Asp Pro Gly Met Phe Pro Xaa Leu 

15 10 15 

His His Xaa Gin 
20 



<210> 7 
<211> 23 
<212> PRT 

<213> Homo sapiens 



<400> 7 

lie Trp Glu Leu Lys Lys Asp Val Tyr Val Val Glu Leu Asp Trp Tyr 

15 10 15 

Pro Asp Ala Pro Gly Glu Met 
2 0 



<210> 8 
<211> 6 
<212> PRT 

<213> Homo sapiens 

<400> 8 
Asn Lys Thr Phe Leu Arg 
1 5 



<210> 9 
<211> 19 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> SITE 

<222> (10) . . . (10) 

<223> Xaa=undetermined residue 



<400> 9 

Gly Ser Ser Asp Pro Gin Gly Val Thr Xaa Gly Ala Ala Thr Leu Ser 

15 10 15 

Ala Glu Arg 



<210> 10 
<211> 13 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SITE 

<222> (12) . . . (12) 

<223> Xaa^undetermined residue 

<400> 10 



7 



Val Phe Thr Asp Lys Thr Ser Ala Thr Val lie Xaa Arg 
15 10 

<210> 11 
<211> 7 
<212> PRT 

<213> Homo sapiens 

<400> 11 
Thr Leu Thr lie Gin Val Lys 
1 5 

<210> 12 
<211> 11 
<212> PRT 

<213> Homo sapiens 
<400> 12 

Asn Leu Gin Leu Lys Pro Leu Lys Asn Ser Arg 
15 10 

<210> 13 

<211> 6 

<212> PRT 

<213> Homo sapiens 

<400> 13 
lie Trp Glu Leu Lys Lys 
1 5 

<210> 14 
<211> 8 
<212> PRT 

<213> Homo sapiens 
<400> 14 

Ala Gin Asp Arg Tyr Tyr Ser Ser 
1 5 

<210> 15 
<211> 17 
<212> PRT 

<213> Homo sapiens 
<400> 15 

Lys Glu Asp Gly lie Trp Ser Thr Asp lie Leu Lys Asp Gin Lys Glu 

15 10 15 

Pro 



<210> 16 
<211> 13 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SITE 
<222> (5) . . . (5) 
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<22 3> Xaa=undetermined residue 

<221> SITE 

<222> (13) . . . (13) 

<223> Xaa=Arg(?) 

<400> 16 

Leu Lys Tyr Glu Xaa Tyr Thr Ser Ser Phe Phe lie Xaa 
1 5 10 

<210> 17 
<211> 12 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SITE 
<222> (6) . . . (6) 

<223> Xaa=undetermined residue 
<400> 17 

Lys Glu Asp Gly lie Xaa Ser Thr Asp lie Leu Lys 
15 10 

<210> 18 
<211> 18 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SITE 

<222> (12) . . . (12) 

<223> Xaa=undetermined residue 

<221> SITE 

<222> (17) . . . (18) 

<223> Xaa=undetermined residue 

<400> 18 

Ala Gin Asp Arg Tyr Tyr Ser Ser Ser Trp Glu Xaa Ala Ser Val Pro 

15 10 15 

Xaa Xaa 



<210> 19 
<211> 15 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SITE 
<222> (1) . . . (1) 
<223> Xaa=Gly(?) 

<221> SITE 

<222> (12) . . . (12) 

<223> Xaa=Leu(?) 



9 



• 



<400> 19 

Xaa Gly Glu Val Leu Ser His Ser Leu Leu Leu Xaa His Lys Lys 
1 5 10 15 

<210> 20 
<211> 9 
<212> PRT 

<213> Homo sapiens 
<400> 20 

Leu Lys Lys Asp Val Tyr Val Val Glu 
1 5 

<210> 21 
<211> 10 
<212> PRT 

<213> Homo sapiens 
<400> 21 

Leu Asp Trp Tyr Pro Asp Ala Pro Gly Glu 
15 10 

<210> 22 
<211> 14 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SITE 

<222> (14) . . . (14) 

<223> Xaa=Glu (?) 

<400> 22 

Val Leu Gly Ser Gly Lys Thr Leu Thr lie Gin Val Lys Xaa 
15 10 

<210> 23 
<211> 26 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SITE 
<222> (1) ... (1) 

<223> Xaa=undetermined residue 

<221> SITE 

<222> (15) . . . (15) 

<223> Xaa=undetermined residue 

<400> 23 

Xaa Asn Leu Pro Val Ala Thr Pro Asp Pro Gly Met Phe Pro Xaa Leu 

15 10 15 

His His Ser Gin Asn Leu Leu Arg Ala Val 
20 25 

<210> 24 
<211> 9 



10 



m 



<212> PRT 

<213> Homo sapiens 

<400> 24 

Asp lie lie Lys Pro Asp Pro Pro Lys 
1 5 

<210> 25 
<211> 24 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SITE 

<222> (11) . . . (11) 

<223> Xaa=undetermined residue 

<221> SITE 

<222> (15) ... (15) 

<223> Xaa=Ser(?) 

<400> 25 

Val Asp Ala Val His Lys Leu Lys Tyr Glu Xaa Tyr Thr Ser Xaa Phe 

15 10 15 

Phe lie Arg Asp lie lie Lys Pro 
20 

<210> 26 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> forward primer 

<221> modif ied_base 

<222> (15) . . . (15) 

<223> n=undetermined base 

<400> 26 

ctcgaattcg arytnaaraa rga 23 

<210> 27 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> reverse primer 

<221> modif ied_base 

<222> (1) . . . (24) 

<223> n=undetermined base 

<400> 27 

ctcgaattcn ggngcrtcng grta 24 
<210> 28 
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m 



<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 28 • 

gagctaaaga aagatgttta tgtcgtagaa ttggat 

<210> 29 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 29 

aggggcatcc ggataccaat ccaattctac gacata 

<210> 30 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> forward primer 

<221> modif ied_base 

<222> (15) . . . (15) 

<22 3> n=undetermined base 

<221> modif ied_base 

<222> (18) . . . (18) 

<223> n=undetermined base 

<400> 30 
ctcgaattcg ayccnggnat gtt 

<210> 31 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> reverse primer 

<221> modif ied_base 

<222> (1) . . . (24) 

<22 3> n=undetermined base 

<400> 31 
ctcgaattcn gcncknarna rrtt 

<210> 32 
<211> 34 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 32 

gatccgggaa tgttcccatg ccttcaccac tccc 

<210> 33 
<211> 35 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 33 

agcccgtagg aggttttggg agtggtgaag gcatg 

<210> 34 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> oligonucleotide 
<400> 34 

ctgaagccat taaagaattc tcggcaggtg 
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